majority of the simulations the protein binds to the bilayer within the first µs. Thus, we used trajectories for diffusive calculations corresponding to the last 8 µs. We removed three trajectories (light green, black, and yellow) from the ensemble because the distance between the COMs indicated that the PH domain dissociated from the bilayer. A small increase of the value of RSD occurred if we included these three trajectories (not shown).
fig. S1. Distance between the center of mass (COM) of the protein and the bilayer for the 100 repeat simulations. In the 
